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ggg 


ccc 


qqc 

ZD ZD 


Qtq 

ZD ^ ZD 


qaq 

j zd 


cac 


cqa 


atg 


etc 


ato 
y u y 


atg 


tat 


1056 


302 


lie Pro Asn 


Gly 


Gly Pro 


Gly 


Val 


Glu 


His 


Arq 

ZD 


Met 


Leu 


Val 


Met 


Tyr 




303 




340 










345 










^ ^ n 








305 


gag ace ggt 


gtc 


gcg 


gaa 


gga 


aaa 


atq 

ZD 


acq 


ate 


nan 


3 3 3 

a. cid 




gtc 


gag 


1104 


306 


Glu Thr Gly 


Val 


Ala 


Glu 


Gly 


Lys 


Met 


Thr 


He 


Glu 


Lys 


Phe 


Val 


Glu 




307 


355 










360 










365 










309 


gtg act gee 


gag 


aac 


ccg 


gec 


aag 


caa 


ttc 


qat 

ZD 


atg 


tac 


ccg 


aaa 


aag 


1152 


310 


Val Thr Ala 


Glu 


Asn 


Pro 


Ala 


Lys 


Gin 


Phe 


ASD 


Met 


Tyr 


Pro 


Lys 


Lys 




311 


370 








375 










380 












313 


gga aca att 


gca 


ccg 


ggc 


tec 


qat 


qca 


qac 

ZD 


ate 


ate 


gtg 


gtc 


gac 


ccc 


1200 


314 


Gly Thr He 


Ala 


Pro Gly 


Ser 


ASD 


Ala 


ASD 


He 


He 


Val 


Val 


Asp 


Pro 




315 


385 






390 










395 










400 




317 


aac gga aca 


acc 


etc 


ate 


aqt 


qcc 


aac 

ZD 


acc 


caa 


aaa 


caa 


aac 


atg 


gac 


1248 


318 Asn Gly Thr 


Thr 


Leu 


He 


Ser 


Ala 


Asp 


Thr 


Gin 


Lys 


Gin 


Asn 


Met 


Asp 




319 






405 










410 










415 






321 


tac acg ctg 


ttc 


gaa 


ggc 


ttc 


aaa 


ate 


cgt 


tgc 


tec 


ate 


gac 


cag 


gtg 


1296 


322 


Tyr Thr Leu 


Phe 


Glu Gly 


Phe 


Lys 


He 


Arg 


Cys 


Ser 


He 


Asp 


Gin 


Val 




323 




420 










425 










430 








325 


ttc teg cgt 


ggc 


gac 


ctg 


ate 


age 


gtc 


aaa 


ggc 


gaa 


tat 


gtc 


ggc 


acc 


1344 


326 


Phe Ser Arg 


Gly 


Asp 


Leu 


He 


Ser 


Val 


Lys 


Gly 


Glu 


Tyr 


Val 


Gly Thr 




327 


435 










440 










445 










329 


cgc ggc cgc 


ggc 


gaa 


ttc 


ate 


aag 


egg 


age 


get 


tgg 


age 


cac 


ccg 


cag 


1392 


33 0 Arg Gly Arg 


Gly 


Glu 


Phe 


He 


Lys 


Arg 


Ser 


Ala 


Trp 


Ser 


His 


Pro 


Gin 




331 


450 








455 










460 












333 


ttc gaa aaa 


taa 


























1404 



334 Phe Glu Lys 

335 465 

338 <210> SEQ ID NO: 4 

339 <211> LENGTH: 467 

340 <212> TYPE: PRT 

341 <213> ORGANISM: Arthrobacter crystallopoietes 
343 <400> SEQUENCE: 4 

345 Met Asp Ala Lys Leu Leu Val Gly Gly Thr He Val Ser Ser Thr Gly 

346 15 10 15 

349 Lys He Arg Ala Asp Val Leu lie Glu Asn Gly Lys Val Ala Ala Val 

350 20 25 30 

353 Gly Met Leu Asp Ala Ala Thr Pro Asp Thr Val Glu Arg Val Asp Cys 

354 35 40 45 

357 Asp Gly Lys Tyr Val Met Pro Gly Gly He Asp Val His Thr His He 
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